SEQUENCE LISTING 



<110> King, George L. 

Abrahams on, Susan 
Pugsley, Michael 

<120> Modulation of Pericyte Proliferation 

<13 0> 27129/3673 9A 

<150> 60/250,542 

<151> 2000-12-01 

<160> 15 

<170> Patentln version 3.1 

<210> 1 

<211> 1813 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (31) . . (1491) 

<223> 



<220> 

<221> mat_peptide 

<222> (124) . . (1491) 
<223> 



<220> 

<221> misc_feature 
<223> rBPI 



<400> 1 

caggccttga ggttttggca gctctggagg atg aga gag aac atg gcc agg ggc 

Met Arg Glu Asn Met Ala Arg Gly 

-30 -25 

cct tgc aac gcg ccg aga tgg gtg tec ctg atg gtg etc gtc gcc ata 
Pro Cys Asn Ala Pro Arg Trp Val Ser Leu Met Val Leu Val Ala lie 
-20 -15 -10 

ggc acc gcc gtg aca gcg gcc gtc aac cct ggc gtc gtg gtc agg ate 
Gly Thr Ala Val Thr Ala Ala Val Asn Pro Gly Val Val Val Arg lie 
-5 -11 5 

tec cag aag ggc ctg gac tac gcc age cag cag ggg acg gcc get ctg 
Ser Gin Lys Gly Leu Asp Tyr Ala Ser Gin Gin Gly Thr Ala Ala Leu 
10 15 20 25 

cag aag gag ctg aag agg ate aag att cct gac tac tea gac age ttt 
Gin Lys Glu Leu Lys Arg lie Lys lie Pro Asp Tyr Ser Asp Ser Phe 
30 35 40 

aag ate aag cat ctt ggg aag ggg cat tat age ttc tac age atg gac 
Lys lie Lys His Leu Gly Lys Gly His Tyr Ser Phe Tyr Ser Met Asp 
45 ' 50 55 



ate cgt gaa ttc cag ctt ccc agt tec cag ata age atg gtg ccc aat 
lie Arg Glu Phe Gin Leu Pro Ser Ser Gin lie Ser Met Val Pro Asn 
60 65 70 

gtg ggc ctt aag ttc tec ate age aac gee aat ate aag ate age ggg 
Val Gly Leu Lys Phe Ser lie Ser Asn Ala Asn lie Lys lie Ser Gly 
75 80 85 

aaa tgg aag gca caa aag aga ttc tta aaa atg age ggc aat ttt gac 
Lys Trp Lys Ala Gin Lys Arg Phe Leu Lys Met Ser Gly Asn Phe Asp 
90 ' 95 100 105 

ctg age ata gaa ggc atg tec att teg get gat ctg aag ctg ggc agt 
Leu Ser lie Glu Gly Met Ser lie Ser Ala Asp Leu Lys Leu Gly Ser 
110 115 120 

aac ccc acg tea ggc aag ccc ace ate acc tgc tec age tgc age age 
Asn Pro Thr Ser Gly Lys Pro Thr lie Thr Cys Ser Ser Cys Ser Ser 
125 130 135 

cac ate aac agt gtc cac gtg cac ate tea aag age aaa gtc ggg tgg 
His lie Asn Ser Val His Val His lie Ser Lys Ser Lys Val Gly Trp 
140 145 150 

ctg ate caa etc ttc cac aaa aaa att gag tct gcg ctt cga aac aag 
Leu lie Gin Leu Phe His Lys Lys lie Glu Ser Ala Leu Arg Asn Lys 
155 160 165 

atg aac age cag gtc tgc gag aaa gtg acc aat tct gta tec tec aag 
Met Asn Ser Gin Val Cys Glu Lys Val Thr Asn Ser Val Ser Ser Lys 
170 175 180 185 

ctg caa cct tat ttc cag act ctg cca gta atg acc aaa ata gat tct 
O Leu Gin Pro Tyr Phe Gin Thr Leu Pro Val Met Thr Lys lie Asp Ser 

Ll 190 195 200 

H gtg get gga ate aac tat ggt ctg gtg gca cct cca gca acc acg get 

$ sh Val Ala Gly lie Asn Tyr Gly Leu Val Ala Pro Pro Ala Thr Thr Ala 

205 210 215 



Q 
In 

Ul 



sru 



gag acc ctg gat gta cag atg aag ggg gag ttt tac agt gag aac cac 
Glu Thr Leu Asp Val Gin Met Lys Gly Glu Phe Tyr Ser Glu Asn His 
220 225 230 

cac aat cca cct ccc ttt get cca cca gtg atg gag ttt ccc get gee 
His Asn Pro Pro Pro Phe Ala Pro Pro Val Met Glu Phe Pro Ala Ala 
235 240 245 

cat gac cgc atg gta tac ctg ggc etc tea gac tac ttc ttc aac aca 
His Asp Arg Met Val Tyr Leu Gly Leu Ser Asp Tyr Phe Phe Asn Thr 
250 255 260 265 

gee ggg ctt gta tac caa gag get ggg gtc ttg aag atg acc ctt aga 
Ala Gly Leu Val Tyr Gin Glu Ala Gly Val Leu Lys Met Thr Leu Arg 
270 275 280 

gat gac atg att cca aag gag tec aaa ttt cga ctg aca acc aag ttc 
Asp Asp Met lie Pro Lys Glu Ser Lys Phe Arg Leu Thr Thr Lys Phe 
285 290 295 

ttt 99 a acc ttc cta cct 9 a 9 gtg gee aag aag ttt ccc aac atg aag 
Phe Gly Thr Phe Leu Pro Glu Val Ala Lys Lys Phe Pro Asn Met Lys 
300 305 " 310 



342 



390 



438 



486 



534 



582 



630 



678 * 



726 



774 



822 



870 



918 



966 



1014 



1062 



-2- 





ata 
lie 


cag 
Gin 
315 


ate 
He 


cat 
His 


gtc 
Val 


tea 
Ser 


gcc 
Ala 
320 


tec 
Ser 


acc 
Thr 


ccg 
Pro 


cca 
Pro 


cac 
His 
325 


ctg 
Leu 


tct 
Ser 


gtg 
Val 


cag 
Gin 


1110 




ccc 
Pro 
330 


acc 
Thr 


ggc 
Gly 


ctt 
Leu 


acc 
Thr 


ttc 
Phe 
335 


tac 
Tyr 


cct 
Pro 


gcc 
Ala 


gtg 
Val 


gat gtc 
Asp Val 
340 


cag 
Gin 


gcc 
Ala 


ttt 
Phe 


gcc 
Ala 
345 


1158 




gtc 
Val 


etc 
Leu 


ccc 
Pro 


aac 
Asn 


tec 
Ser 
350 


tec 
Ser 


ctg 
Leu 


get 
Ala 


tec 
Ser 


etc 
Leu 
355 


ttc 

nic 


ctg 
Leu 


att 
He 


ggc 

Gly 


atg 
Met 
360 


cac 
His 


1206 




aca 
Thr 


act 
Thr 


ggt 
Gly 


tec 
Ser 
365 


atg 
Met 


gag 
Glu 


gtc 
Val 


age 
Ser 


gcc 
Ala 
370 


gag 
Glu 


tec 

Q a y 


aac 


agg 
Arg 


ctt 
Leu 
375 


gtt 
Val 


gga 
Gly 


1254 




gag 
Glu 


etc 
Leu 


aag 
Lys 
380 


ctg 
Leu 


gat 
Asp 


agg 
Arg 


ctg 
Leu 


etc 
Leu 
385 


ctg 
Leu 


gaa 
Glu 


ctg 
Leu 


aag 
Lys 


cac 
His 
390 


tea 
Ser 


aat 
Asn 


att 
He 


1302 


ft: 

f"l 

n 


ggc 
Gly 


ccc 
Pro 
395 


ttc 
Phe 


ccg 
Pro 


gtt 
Val 


gaa 
Glu 


ttg 
Leu 
400 


ctg 
Leu 


cag 
Gin 


gat 
Asp 


ate 
He 


atg 
Met 
405 


aac 
Asn 


tac 
Tyr 


att 
He 


gta 
Val 


1350 


P 

in 
in 


ccc 
Pro 
410 


att 
He 


ctt 
Leu 


gtg 
Val 


ctg 
Leu 


ccc 
Pro 
415 


agg 
Arg 


gtt 
Val 


aac 
Asn 


gag 
Glu 


aaa 
Lys 
420 


eta 
Leu 


cag 
Gin 


aaa 
Lys 


ggc 

Gly 


ttc 
Phe 
425 


1398 


yl 
%.\ 

!U 


cct 
Pro 


etc 
Leu 


ccg 
Pro 


acg 
Thr 


ccg 
Pro 
430 


gcc 
Ala 


aga 
Arg 


gtc 
Val 


cag 
Gin 


etc 
Leu 
435 


tac 
Tyr 


aac 
Asn 


gta 
Val 


gtg 

Val 


ctt 
Leu 
440 


cag 
Gin 


1446 


if!! 

:: 

if*; 


cct 
Pro 


cac 
His 


cag 
Gin 


aac 
Asn 


ttc 
Phe 


ctg 
Leu 


ctg 
Leu 


ttc 
Phe 


ggt 
Gly 


gca 
Ala 


gac 
Asp 


gtt 
Val 


gtc 
Val 


tat 
Tyr 


aaa 
Lys 




1491 



; =i : 445 450 455 

W 

P tgaaggcacc aggggtgccg ggggctgtca gccgcacctg ttcctgatgg gctgtggggc 1551 

accggctgcc tttccccagg gaatcctctc cagatcttaa ccaagagccc ettgeaaact 1611 

tcttcgactc agattcagaa atgatctaaa cacgaggaaa cattattcat tggaaaagtg 1671 

catggtgtgt attttaggga ttatgagctt ctttcaaggg etaaggctge agagatattt 1731 

cctccaggaa tcgtgtttca attgtaacca agaaatttcc atttgtgctt catgaaaaaa 1791 

aacttctggt ttttttcatg tg 1813 



<210> 


2 


<211> 


487 


<212> 


PRT 


<213> 


Homo 


<220> 




<221> 


misc 


<223> 


rBPI 


<400> 


2 



Met Arg Glu Asn Met Ala Arg Gly Pro Cys Asn Ala Pro Arg Trp Val 
-30 -25 -20 



-3- 



Ser Leu Met Val Leu Val Ala lie Gly Thr Ala Val Thr Ala Ala Val 
-15 -10 -5 -1 1 



Asn Pro Gly Val Val Val Arg lie Ser Gin Lys Gly Leu Asp Tyr Ala 
S 10 15 

Ser Gin Gin Gly Thr Ala Ala Leu Gin Lys Glu Leu Lys Arg lie Lys 
20 25 30 

lie Pro Asp Tyr Ser Asp Ser Phe Lys lie Lys His Leu Gly Lys Gly 
35 " 40 45 

His Tyr Ser Phe Tyr Ser Met Asp lie Arg Glu Phe Gin Leu Pro Ser 
50 55 60 65 

t s « B Ser Gin lie Ser Met Val Pro Asn Val Gly Leu Lys Phe Ser lie Ser 

P 70 75 80 

Q Asn Ala Asn lie Lys lie Ser Gly Lys Trp Lys Ala Gin Lys Arg Phe 

pi 85 90 95 

H 

MS 

1?=: 

i\ Leu Lys Met Ser Gly Asn Phe Asp Leu Ser lie Glu Gly Met Ser lie 

^ 100 105 110 

jhb 

if! J Ser Ala Asp Leu Lys Leu Gly Ser Asn Pro Thr Ser Gly Lys Pro Thr 

p 115 120 125 

w 

O lie Thr Cys Ser Ser Cys Ser Ser His lie Asn Ser Val His Val His 

):«'. 13 0 13 5 14 0 14 5 

lie Ser Lys Ser Lys Val Gly Trp Leu lie Gin Leu Phe His Lys Lys 
150 155 160 

lie Glu Ser Ala Leu Arg Asn Lys Met Asn Ser Gin Val Cys Glu Lys 
165 170 175 

Val Thr Asn Ser Val Ser Ser Lys Leu Gin Pro Tyr Phe Gin Thr Leu 
180 185 190 

Pro Val Met Thr Lys lie Asp Ser Val Ala Gly lie Asn Tyr Gly Leu 
195 200 205 

Val Ala Pro Pro Ala Thr Thr Ala Glu Thr Leu Asp Val Gin Met Lys 
210 215 220 225 

Gly Glu Phe Tyr Ser Glu Asn His His Asn Pro Pro Pro Phe Ala Pro 
230 235 240 



-4- 



Pro Val Met Glu Phe Pro Ala Ala His Asp Arg Met Val Tyr Leu Gly 
245 250 255 



Leu Ser Asp Tyr Phe Phe Asn Thr Ala Gly Leu Val Tyr Gin Glu Ala 
260 265 270 



Gly Val Leu Lys Met Thr Leu Arg Asp Asp Met lie Pro Lys Glu Ser 
275 280 285 



Lys Phe Arg Leu Thr Thr Lys Phe Phe Gly Thr Phe Leu Pro Glu Val 
290 295 300 305 



Ala Lys Lys Phe Pro Asn Met Lys lie Gin lie His Val Ser Ala Ser 
310 315 320 



Thr Pro Pro His Leu Ser Val Gin Pro Thr Gly Leu Thr Phe Tyr Pro 
325 330 335 



Ala Val Asp Val Gin Ala Phe Ala Val Leu Pro Asn Ser Ser Leu Ala 
340 345 350 



Ser Leu Phe Leu lie Gly Met His Thr Thr Gly Ser Met Glu Val Ser 
355 360 365 



Ala Glu Ser Asn Arg Leu Val Gly Glu Leu Lys Leu Asp Arg Leu Leu 
370 375 380 385 



Leu Glu Leu Lys His Ser Asn lie Gly Pro Phe Pro Val Glu Leu Leu 
390 395 400 



Gin Asp lie Met Asn Tyr lie Val Pro lie Leu Val Leu Pro Arg Val 
405 410 415 



Asn Glu Lys Leu Gin Lys Gly Phe Pro Leu Pro Thr Pro Ala Arg Val 
420 " 425 430 



Gin Leu Tyr Asn Val Val Leu Gin Pro His Gin Asn Phe Leu Leu Phe 
435 440 445 



Gly Ala Asp Val Val Tyr Lys 

455 



450 




<210> 


3 


<211> 


11 


<212> 


PRT 


<213> 


Homo 


<220> 




<221> 


MISC 



<223> 



XMP. 679 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> /label=Subst;ituted-Ala note=position 5 is 1- naph-ala 



<220> 

<221> SITE 

<222> (9) . . (9) 

<223> /label=Substituted-Ala note=position 9 is 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (11) 

<223> /Label=D Amino Acids/note=Positions 1-11 are D-Amino Acids 



Q 

a 

Q 

m 
m 

m 



<220> 

<221> SITE 

<222> (11) . . (11) 

<223> AMIDATION /label=Amidation note=The C-terminus is Amidated 



<400> 3 

Lys Leu Phe Lys Ala Gin Ala Lys Ala Lys Gly 
1 5 10 



f*\ <210> 4 

?i <211> 11 

W <212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> XMP.627 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> /label=Substituted Ala note=position 5 is 1-naph-ala 



<220> 

<221> SITE 

<222> (9) . . (9) 

<223> /label=Sxibstituted Ala note=position 9 is 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (11) 

<223> /Label=D Amino Acids/note=Positions 1-11 are D-amino acids 



<220> 

<221> SITE 



-6- 



<222> (11) . . (11) 

<223> AMIDATION /label=Amidation note=The C-terminus is Amidated 



<400> 4 

Lys Leu Phe Arg Ala Gin Ala Lys Ala Lys Gly 
15 10 



<210> 5 

<211> 8 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> MIS C_FE ATURE 
<223> XMP.664 



<220> 

<221> SITE 

<222> (1) . . (8) 

<223> Positions 1-8 are D-amino acids 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> Position 5 is substituted with 1- naph-ala 



<220> 

<221> SITE 
<222> (1) . . (1) 

<223> Position 1 is derivatized at the alpha-amino group with 
4-biphenyl carbonyl 



<220> 

<221> SITE 

<222> (8) . . (8) 

<22 3> AM I DAT I ON= The C- terminus is Amidated 



<400> 5 

Lys Leu Phe Arg Ala Gin Ala Lys 
1 5 



<210> 6 

<211> 11 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS COFEATURE 

<223> XMP.728 



<220> 
<221> 



SITE 



<222> 
<223> 



(1) . . (ID 

Positions 1-11 are D-amino acids 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> Position 5 is substituted with 4 -biphenyl-ala 



<220> 

<221> SITE 

<222> (9) . . (9) 

<223> Position 9 is substituted with 4 -biphenyl-ala 



<220> 

<221> SITE 

<222> (11) . . (11) 

<223> AMIDATION=The C- terminus is Amidated 



<400> 



in 
in 



Lys Leu Phe Lys Ala Gin Ala Lys Ala Lys Gly 
1 5 10 



<210> 7 

<211> 5 

<212> PRT 

<213> Homo sapiens 



<220> 

< 2 2 1 > MI SC_FEATURE 
<223> XMP. 711 



<220> 

<221> SITE 
<222> (1) . . (1) 

<223> Position 1 is derivatized at the alpha-amino group with 
4 -biphenyl carbonyl 



<220> 

<221> SITE 

<222> (3) . . (3) 

<223> Position 3 is substituted with 4 -biphenyl-ala 



<220> 

<221> SITE 

<222> (1) . . (2) 

<223> Positions 1-2 are D-amino acids 



<220> 

<221> SITE 

<222> (3) . . (3) 

<223> Position 3 is L-amino acid 



-8- 



<220> 

<221> SITE 

<222> (4) . . (5) 

<223> Positions 4-5 are D-amino acids 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> AM I DAT I ON= The C-terminus is Amidated 



<400> 7 

Lys Leu Ala Arg Lys 



o 

G3 



<210> 
<211> 
<212> 
<213> 

<220> 
<221> 
<223> 



8 
6 

PRT 

Homo sapiens 



MIS C_F E ATURE 
XMP.852 



fin 



<220> 
<221> 
<222> 
<223> 



SITE 
(1) . . (1) 

Position 1 is. derivatized at the alpha-amino group with 
4 - b iphenyl carbonyl 



<220> 
<221> 
<222> 
<223> 



SITE 
(5) . . (5) 

Position 5 is substituted with 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (6) 

<223> Positions 1-6 are D-amino acids 



<220> 

<221> SITE 

<222> (6) . . (6) 

<223> AM I DAT I ON= The C-terminus is Amidated 



<400> 8 

Lys Leu Phe Arg Ala Gin 
1 ~ 5 



<210> 9 

<211> 5 

<212> PRT 

<213> Homo sapiens 



-9- 



<220> 

<221> MIS COFEATURE 
<223> XMP.861 



<220> 

<221> SITE 
<222> (1) . . (1) 

<223> Position 1. is derivatized at the alpha-amino group with 
4 -biphenyl carbonyl 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> Position 5 is substituted with 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (5) 

h- <223> Positions 1-5 are D-amino acids 



<220> 
f =, <221> SITE 

f* <222> (5) . . (5) 



o 
cr 
v, 
m 
•= 

rn 

.s::a. 
:: : 

la 

f =r, <210> 10 

<211> 6 



<223> AM I DAT I ON= The C- terminus is Amidated 
<400> 9 

Lys Leu Phe Arg Ala 



<212> PRT 

<213> Homo sapiens 



<220> 

<221> MIS C_FEATURE 
<223> XMP.718 



<220> 

<221> SITE 
<222> (1) . . (1) 

<223> Position 1 is derivatized at the alpha-amino group with 
4 -biphenyl carbonyl 



<220> 

<221> SITE 

<222> (6) . . (6) 

<223> Position 6 is substituted with 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (6) 

<223> Positions 1-6 are D-amino acids 



-10- 



<220> 

<221> SITE 

<222> (6) . . (6) 

<223> AM I DAT I ON= The C- terminus is Amidated 



<220> 

<221> SITE 

<222> (3) . . (3) 

<223> Position 3 is substituted with homophenyl alanine 



<400> 10 

Lys Leu Phe Arg Lys Ala 
1 5 



<210> 11 

<211> 10 

<212> PRT 

<213> Homo sapiens 



1 <220> 



<221> MIS C_FE ATURE 
<223> XMP.365 



cn 
m 

'■z. S 

^ <220> 

Si <221> SITE 

fa <222> (1) . . (10) 

rijj <223> Positions 1-10 are D-amino acids 

C3 

W <220> 

C3 <221> SITE 

<222> (10) . . (10) 

<22 3> AM I DAT I ON= The C- terminus is Amidated 



<400> 11 

Lys Trp Leu lie Gin Leu Phe His Lys Lys 
15 10 



<210> 12 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FEATURE 

<223> XMP.629 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> /label=Substituted-Ala note=position 5 is 1- naph-ala 



-11- 



<220> 

<221> SITE 

<222> (9) . . (9) 

<223> /label=Substituted-Ala note=position 9 is 1- naph-ala 



<220> 

<221> SITE 

<222> (1) . . (9) 

<223> /Label=D Amino Acids /note=Positions 1-9 are D-amino acids 



<220> 

<221> SITE 

<222> (9) . . (9) 

<223> AMIDATION /label = Ami da t ion note=The C- terminus is Amidated 



<400> 12 

Lys Leu Phe Arg Ala Gin Ala Lys Ala 
1 " 5 



<210> 13 

<211> 10 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE ATURE 

<223> XMP.676 



<220> 

<221> SITE 

<222> (2) . . (2) 

<223> /label=Substituted-Ala note=position 2 is 1- naph-ala 



<220> 

<221> SITE 

<222> (8) . . (8) 

<223> Position 8 is substituted with 2-thienyl-ala 



<220> 

<221> SITE 

<222> (3) . . (3) 

<223> Position 3 is substituted with norvaline 



<220> 

<221> SITE 

<222> (6) . . (6) 

<223> Position 6 is substituted with norvaline 



<220> 

<221> SITE 

<222> (1) . . (1) 

<223> Position 1 is D-amino acids 



-12- 



<220> 

<221> SITE 

<222> (9) . . (10) 

<223> Positions 9-10 are D-amino acids 



<220> 

<221> SITE 

<222> (2) . . (8) 

<223> Positions 2-7 are L-amino acids 



<400> 13 

Lys Ala Val lie Gin Val Val Ala Lys Lys 
15 10 



<210> 14 

<211> 8 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> XMP.768 



<220> 

<221> SITE 

<222> (1) . . (8) 

<223> Positions 1-8 are D-amino acids 



<220> 

<221> SITE 

<222> (5) . . (5) 

<223> Position 5 is substituted with 4-biphenyl-ala 



<220> 

<221> SITE 
<222> (1) . . (1) 

<223> Position 1 is derivatized at the alpha-amino group with 
4-biphenyl carbonyl 



<220> 

<221> SITE 

<222> (8) . . (8) 

<223> AMIDATION=The C- terminus is Amidated 



<400> 14 

Lys Leu Phe Arg Ala Gin Ala Lys 
1 5 



<210> 15 

<211> 7 

<212> PRT 

<213> Homo sapiens 



-13- 




<220> 
<221> 
<223> 



MIS C_FE ATURE 
XMP. 851 



<220> 
<221> 
<222> 
<223> 



SITE 
(1) . . (1) 

Position 1 is derivatized at the alpha-amino group with 
4-biphenyl carbonyl 



<220> 
<221> 
<222> 
<223> 



SITE 
(5) . . (5) 

Position 5 is substituted with 1- naph-ala 



P 

iL-J 

Q 



<220> 
<221> 
<222> 
<223> 



<220> 
<221> 
<222> 
<223> 



SITE 
(1) . . (7) 
Positions 1- 



7 are D-amino acids 



SITE 
(7) . . (7) 

AM I DAT I ON= The C- terminus is Amidated 



fll 



<400> 15 

Lys Leu Phe Arg Ala Gin Ala 
1 ~ 5 



-14- 



